Fig. S1: Domain architectures of dystroglycans from different classes of arthropods. (A), The typical DG of vertebrates. (B), the domain architecture of most DGs of arthropods (as shown in Fig. 1). B, The DGs of hymenopteran (Camponotus floridanus, Acromyrmex echinatior, Cerapachys biroi), dictyopteran insects (Zootermopsis nevadensis) and chelicerates (Amblyomma triste) have a similar organization to that of vertebrate DGs, and an α/β maturation site. Variant domain organisations are shown in C-F. (C), The DGs of dipteran insects (Drosophila melanogaster and Bactrocera dorsalis) lack an IG1 domain. (D), The DG of a lepidopteran insect, Bombyx mori, has a unique insertion in the mucin-like region. (E), the DG of a coleopteran insect (Dendroctonus ponderosae) has two insertions in the mucin-like region. (F), The DG of the crustacean Daphnia pulex lacks a mucin-like module but contains a Gly-Ser maturation site. Black arrowheads indicate the furin cleavage site (brackets indicate that this motif is variably present in the DGs represented in (B)). Red arrowheads indicate the conserved α/β maturation site. Key: SP, signal peptide; IG1 and IG2, immunoglobulin-like domains; S6, S6-like domain; βBS, β-DG binding site; MAT, C-terminal region of α-dystroglycan upstream of the maturation site; NU, natively unfolded region; TM, transmembrane; Cyto, cytoplasmic domain; DBS, dystrophin-binding site. A white box with dotted lines indicates the presence of an inserted sequence.
were identified in O. carmela, H. magnipapillata, N. vectensis and A. digitifera 
